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B7.I-CTB construct translation DNA- PROTEIN 



M G H T R R Q . G T S P S K C P Y L N F F 
atg ggc cac aca egg agg cag gga aca tea cca tec aag tgt cca tac etc aat ttc ttt 

QLLVL AGL SH F CS GVIHVTK 
cag etc ttg gtg ctg get ggt ctt tct cac ttc tgt tea ggt gtt ate cac gtg acc aag 

EVKE VATL SC' GHNVSV EELA 
gaa gtg aaa gaa gtg gca acg ctg tec tgt ggt cac aat gtt tct gtt gaa gag ctg gca 

QTR I YWQKEKKMVLTMMSGD 
caa act cgc ate tac tgg caa aag gag aag aaa atg gtg ctg act atg atg tct ggg gac 

M N I W P E Y K N R T I F D I T N N L S 
atg aat ata tgg ccc gag tac aag aac egg acc ate ttt gat ate act aat aac etc tec 

IVI'LALRPSDEGTY ECVVLK 
att gtg ate ctg get ctg cgc cca tct gac gag ggc aca tac gag tgt gtt gtt ctg aag 

YEKDAF KREHL. AEVTLSVKA 
tat gaa aaa gac get ttc aag egg gaa cac ctg get gaa gtg acg tta tea gtc aaa get 

DFPTPSISDF- EIP TSNIRRI 
gac ttc cet aca cct agt ata tct gac ttt gaa att cca act tct aat att aga agg ata 

I C S T S G G F P E P H L S W L E N G E 
att tgc tea acc tct gga ggt ttt cca gag cct cac etc tec tgg ttg gaa aat gga gaa 

E L N A I N T T V S Q DPETELYA V 
gaa tta aat gee ate aac aca aca gtt tec caa gat cct gaa act gag etc tat get gtt 

S EFGGSGGSAT PQNITD'LC 
age gaa ttc ggc ggc tec ggt ggt age gec aca cct caa aat att act gat ttg tgt 

A EYHNTQ IHT LN DKIFSYTE 
gca gaa tac cac aac aca caa ata cat acg eta aat gat aag ata ttt teg tat aca gaa 

S LAG KR EMA I.I TF KNGAT F Q 
tct eta get gga aaa aga gag atg get ate att act ttt aag aat ggt gca act ttt caa 

VEVPGSQHIDSQKKAI ERMK 
gta gaa gta cca ggt agt caa cat ata gat tea caa aaa aaa gcg att gaa agg atg aag 

DTLR IAYL TEAKVEKLCVWN 
gat acc ctg agg att gca tat ctt act gaa get aaa gtc gaa aag tta tgt gta tgg aat 

NKTP HAIAAI S M A N * 
aat aaa acg cct cat gcg att gee gca att agt atg gca aat taa 




3.7.2-CT3 construct translation DNA- PROTEIN 



M G L S N , I L F V M A F L L S G A A P L 
atg gga ctg agt aac att etc ttt gtg atg gec ttc ctg etc tct ggt get get cct ctg 

KIQAYFNETADLP CQ-FANSQ 
aag att' caa get tat ttc aat gag act gca gac ctg cca tgc caa ttt gca aac tct caa 

NQ S LS ELVVFWQ DQ ENLVLN 
aac caa age ctg agt gag eta gta gta ttt tgg cag gac cag gaa aac ttg gtt ctg aat 

E V Y L G K E K F D S.V H S K Y M G R T 
gag. gta. tac . tta. .ggc aaa gag. aaa ttt gac agt gtt cat tec aag tat atg ggc cgc aca 

S F D S D S W T L R h H N L Q I K D K G 
agt ttt gat teg gac agt tgg acc ctg aga ctt cac aat ctt cag ate aag gac aag ggc 

LYQCI IHH KKPTGMIR IHQM' 
ttg tat caa tgt ate ate cat cac aaa aag ccc aca gga atg att cgc ate cac cag atg 

NSE. L SV L ANFS QPE I VP I SN 
aat tct gaa ctg tea gtg ctt get aac ttc agt caa cct gaa ata gta cca att tct aat 

I T E , N VYINLTCSS IHGYPEP 
ata aca gaa aat gtg tac ata aat ttg acc tgc tea tct ata cac ggt tac cca gaa cct 

K.K M S .V L L R T K N S T ' I , E Y D G I M 
aag aag atg agt gtt ttg eta aga acc aag aat tea act ate gag tat gat ggt att ' atg 

Q K S Q D N V T E L Y D V S I S L S V . S 
cag aaa tct caa gat aat gtc aca gaa ctg tac gac gtt tec ate age ttg tct gtt tea 

FPDVT SNMTIFCILET D K T R 
ttc cct gat gtt'acg age aat atg acc ate ttc tgt att ctg gaa act gac aag acg egg 

LL S S PFSIELED P Q P P P D H E 
ctt tta tct tea cct ttc tct ata gag ctt gag gac cct cag cct ccc cca gac cac gaa 

F G G S G G S A T P Q N I T D L C A E 
ttc ggc ggc tec ggt ggt age gee aca cct caa aat att act gat ttg tgt gca gaa 

YH NTQ'IHTLND KIF S Y T E S L 
tac cac aac aca caa ata cat acg eta aat gat aag ata ttt teg tat aca gaa tct eta 

AG KR E M A I I T F KN G AT F QVE 
get. gga aaa aga gag atg get ate att act ttt aag aat ggt gca act ttt caa gta gaa 

VPGS Q HI.. DS QKKAI ERMKDT 
gta cca ggt agt caa cat ata gat tea caa aaa aaa gcg att gaa agg atg aag gat acc 

L R I A Y L T E A K V E K L C V W N N K 
ctg agg att gca tat ctt act gaa get aaa gtc gaa aag tta tgt gta tgg aat aat aaa 

TPHAIAAI SMAN* 
acg cct cat gcg att gee gca att agt atg gca aat .caa 




DRA1-C73 construct translation PROTZIN-DNA 



MAI SG VPVLGFF IIAVLMSA 
ATG GCC ATA AGT GGA GTG CCT GTG GTA GGA TTT TTC ATC ATA GCT GTG CTG ATG AGC GCT 

Q E S WA.I.K E E H V I I Q A E F Y L.N. 
CAG GAA TCA TGG GCT ATC AAA GAA GAA CAT GTG -ATC ATC CAG GCC GAG TTC TAT CTG AAT 

PDQSGEFMFDFDG DEIFHVD 
CCT GAC CAA TCA GGC GAG TTT ATG TTT GAC TTT GAT GGT GAT GAG ATT TTC CAT GTG GAT 

MAKKETVWRLEEFGR-FASFE 
ATG GCA AAG AAG GAG ACG GTC TGG CGG CTT GAA GAA TTT GGA CGA TTT GCC AGC TTT GAG 

A Q G ALAN I A V D KANL E I M T K 

GCT CAA GGT GCA TTG GCC AAC ATA GCT GTG GAC AAA GCC AAC ; CTG GAA ATC ATG ACA AAG 

} 

R.S N Y T P I T N V P P E V T V L T N S 
CGC TCC AAC TAT ACT CCG ATC ACC AAT GTA CCT CCA GAG GTA ACT GTG CTC ACG AAC AGC " 

PVELR E PNVL ICF ID KFTPP 
CCT GTG GAA CTG AGA GAG CCC AAC GTC CTC ATC TGT TTC ATC GAC AAG TTC ACC CCA CCA 

VVNVTW L'RNG'KP'VTT GVS ET 
GTG GTC AAT GTC ACG TGG CTT CGA AAT GGA AAA CCT GTC ACC ACA GGA GTG TCA GAG ACA 

VFLPREDHLFRK FH YLPFLP 
GTC TTC CTG CCC AGG GAA GAC CAC CTT TTC CGC AAG TTC CAC TAT CTC CCC TTC CTG CCC 

ST EDVYDCRVE HWGLDEPLL 
TCA ACT GAG GAC GTT TAC GAC TGC AGG GTG GAG CAC TGG GGC TTG GAT GAG CCT CTT CTC 

;K H W E F D A P S P L P E T T E' E .F G G 
AAG CAC TGG GAG TTT GAT GCT CCA AGC CCT CTC CCA GAG ACT ACA GAG GAA TTC GGT GGT 

S G G SAQLEWE LQALE KE NAQ 
TCC GGT GGT TCC GCG CAG CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA AAC GCG CAG 

L E W E L Q A L E -K E h A Q G G S G G S 
CTG GAA TGG GAA CTG CAG GCG CTG GAA AAA GAA CTG GCG CAG GGC GGC TCC GGT GGT AGC 



AT P QN I TDL CA E Y HNT Q I H 
GCC ACA CCT CAA AAT ATT ACT GAT TTG TGT GCA GAA TAC CAC AAC ACA CAA ATA CAT 

T L N D K I F S,Y T E S L A G K R E M A 
ACG CTA AAT GAT AAG ATA TTT TCG TAT ACA GAA TCT CTA GCT GGA AAA AGA GAG ATG GCT 

I ITF.KNGATFQVEVPGSQHI 
ATC. ATT ACT TTT AAG AAT GGT GCA ACT TTT CAA GTA GAA GTA CCA GGT AGT CAA CAT ATA 

DSQKKAI ERM KDTLRIAYL T 
GAT TCA CAA AAA AAA GCG ATT GAA AGG ATG AAG GAT ACC CTG AGG ATT GCA TAT CTT ACT 

EAKVEK LCVWNN KTPHAIAA 
GAA GCT AAA GTC GAA AAG TTA TGT GTA TGG AAT AAT AAA ACG CCT CAT GCG ATT GCC GCA 

I S M A N * 
ATT AGT ATG GCA AAT TAA 



2 1 



DEBl-biocac construct translation PROTEIN -DNA 
1/1 31/11 

M VC'L K F ? C-G S CMAAL TVTLM 
ATG GTG TGT GTG AAG TTG CGT GGA GGC TGG TGG ATG GGA GCT GTG ACA GTG ACA GTG ATG 
61/21 91/21. 

V L S S P L A L A G D T R P R F L E Q V 
GTG GTG AGC.TCC CCA CTG GCT TTG GCT GGG GAC ACC CGA CCA CGT TTC TTG GAG CAG GTT 
121/41 151/51 

K K - S CHFFNGTER.VR F LDRYF 
AAA CAT GAG TGT CAT TTC TTC AAC GGG ACG GAG CGG GTG CGG TTC CTG GAC AGA TAC TTC 
131/61 211/71 

Y HQ E E YV R F D S D V G E YRAVT 
TAT CAC CAA GAG GAG TAC GTG CGC TTC GAC AGC GAC GTG GGG GAG TAC CGG' GCG GTG ACG 
241/81 271/91 

ELGR. PDAEYWNS QKDLL. EQK 
GAG CTG GGG CGG CCT GAT GCC GAG TAC TGG AAC AGC CAG AAG GAC CTC CTG GAG CAG AAG 
301/101 331/111 
■ R A A V D T Y C R K NYG VGESFTV 
CGG GCC GCG GTG GAC ACC TAC TGC AGA CAC AAC TAC GGG GTT GGT GAG AGC TTC ACA GTG 
361/121 391/131 

QRRVYPEVTVYPA KTQP LQH 
CAG CGG CGA GTC TAT CCT. GAG GTG ACT GTG TAT CCT GCA AAG ACC CAG CCC 'CTG CAG CAC 
421/141 451/15-1 

H NLLVCSV NGFYPGS IEVR .W 
CAC AAC CTC CTG' GTC TGC TCT GTG AAT GGT TTC TAT CCA GGC AGC ATT GAA GTC AGG TGG 
481/161 511/171 

F-RNGQEEKTGVVSTG L I Q N G 
TTC CGG AAC GGC CAG GAA GAG AAG ACT GGG GTG GTG TCC ACA GGC CTG ATC CAG AAT GGA 
541/131 571/191 

DWTFQTLVM L. ETVPR SGEVY 
GAC TGG ACC TTC CAG ACC CTG GTG ATG CTG GAA ACA GTT CCT CGG AGT GGA GAG GTT TAC 
601/201 631/211 

T CQVEHPSLTSPLTVEWRAR 
ACC TGC CAA GTG GAG CAC CCA AGC CTG ACG AGC CCT CTC ACA GTG GAA TGG AGA GCA CGG 
661/221 691/231 

S E S A Q S KG G S G G 'S A Q L KK KL 
TCT GAA TCT GCA CAG AGC AAG GGC GGC TCC GGT GGT AGC GCC CAG CTG AAG AAG AAA CTC 
721/241 * 751/251 

QALKKKNAQLKQKLQALKKK 
CAG GCT CTG AAA AAA AAG AAT GCC CAG CTC AAG CAG AAG CTG CAG GCC CTG AAG AAA AAG 
781/261 811/271 

L A Q G S G G S A G G G LND.I FEAQ 
CTG GCT CAG GGT -TCC GGT GGT TCC GCG GGT GGT GGT TTG AAC GAC ATC TTC GAA GCT CAG 
841/281 

K I E W H * . * 

AAA ATC GAA TGG CAC TAA TAA 
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